ABSTRACT Here, we present the complete genome sequence of a Bifidobacterium longum isolate, that of strain ZJ1, and this strain showed a cholesterol degradation ability that is greater than that of five strains we chose for comparison (Bifidobacterium longum 536, B. infantis 1912, B. longum 1941. The draft genome of strain ZJ1 consists of 2,414,672 bp, with 2,042 protein-coding genes, 69 noncoding RNA genes, and 60.16% GϩC content.
a GϩC content of 60.16%. There are 2,042 protein-coding genes, as predicted by Glimmer3 v3.02 (8) , within the genome of Bifidobacterium longum ZJ1. In total, 12 rRNA genes, 56 tRNA genes, and 1 small RNA (sRNA) gene were recognized by tRNAscan-SE v1.3.1 (9) [-Spec_tag(BAOG) -o *. tRNA -f * .tRNA.structure], RNAmmer v1.2 (10) (-s Species -m Type -gff *. rRNA.gff -f *.rRNA.fq), and the Rfam database v9.1 (11) (-p blastn -W 7 -e 1 -v 10000 -b 10000 -m 8 -i subfile -o *.blast.m8).
Two incomplete prophages were found using the PHAge Search Tool (PHAST) v2013.03.20 (12) (default settings); one prophage has 12,784 bp, and the other prophage has 30,265 bp. CRISPRFinder v0.4 (13) (default settings) was used to identify 7 CRISPR sequences. One has 30 spacers, one has 7 spacers, and the others have only 1 spacer.
The synteny of B. longum ZJ1 and 4 other B. longum strains (B. longum 105-A, B. longum AH1206, B. longum BORI, and B. longum KACC91563) was determined using MUMmer v3.22 (14) (-b 200 -c 65 -extend -l 20) , and BLAST core/pan genes of these 5 strains were clustered using CD-HIT v4.6.6 (15) (-c 0.5 -n 3 -p 1 -g 1 -d 0 -s 0.7 -aL 0.7 -aS 0.7) with a threshold of 50% pairwise identity and 0.7 length difference cutoff in amino acids. Finally, 1,356 core genes were identified.
Data availability. This whole-genome project has been deposited at DDBJ/EMBL/ GenBank under accession number CP040235. The BioProject accession number is PRJNA539831. Raw sequence reads are deposited at DDBJ/EMBL/GenBank under accession numbers SRR9051180 and SRR9051181.
